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CLUSTAL W MULTIPLE SEQUENCE ALIGNMENT OF 
ADIPONECTIN-LIKE CDCP POLYPEPTIDES (SEQ ID NOS : 4, 
7, 10, AND 19) AND SIMILAR-TO-ACRP-30 (SEQ ID NO: 

70) 



SEQ NO 4 MRIWWLLLAIEICTGNINSQDTCRQGHPGIPGNPGHNGLPGRDGRDGAKGDKGDAGEPGR 

SEQ NO 70 MRIWWLLLAIEICTGNINSQDTCRQGHPGIPGNPGHNGLPGRDGRDGAKGDKGDAGEPGR 

SEQ NO 10 MRIWWLLLAIEICTGNINSQDTCRQGHPGIPGNPGHNGLPGRDGRDGAKGDKGDAGEPGR 

SEQ NO 19 MRIWWLLLAIEICTGNINSQDTCRQGHPGIPGNPGHNGLPGRDGRDGAKGDKGDAGEPGR 

SEQ NO 7 MRIWWLLLAIEICTGNINSQDTCRQGHPGIPGNPGHNGLPGRDGRDGAKGDKGDAGEPGR 
*******************************^ 

SEQ NO 4 PGSPGKDGTSGEKGERGADGKVEAKGIKGDQGSRGSPGKHGPKGLAGPMGEKGLRGETGP 

SEQ NO 70 PGSPGKDGTSGEKGERGADGKVEAKGIKGDQGSRGSPGKHGPKGLAGPMGEKGLRGETGP 

SEQ NO 10 PGSPGKDGTSGEKGERGADGKVEAKGIKGDQGSRGSPGKHGPKGLAGPMGEKGLRGETGP 

SEQ NO 19 PGSPGKDGTSGEKGERGADGKVEAKGIKGDQGSRGSPGKHGPKGLAGPMGEKGLRGETGP 

SEQ NO 7 PGSPGKDGTSGEKGERGADGKVEAKGIKGDQGSRGSPGKHGPKGLAGPMGEKGLRGETGP 
**************************************^ 

SEQ NO 4 QGQKGNKGDVGPTGPEGPRGNIGPLGPTGLPGPMGPIGKPGPKGEAGPTGPQ 

SEQ NO 70 QGQKGNKGDVGPTGPEGPRGNIGPLGPTGLPGPMGPIGKPGPKGEAGPTGPQGEPGVRGI 

SEQ NO 10 QGQKGNKGDVGPTGPEGPRGNIGPLGPTGLPGPMGPIGKPGPKGEAGPTGPQGEPGVQGI 

SEQ NO 19 QGQKGNKGDVGPTGPEGPRGNIGPLGPTGLPGPMGPIGKPGPKGEAGPTGPQGEPGVQGI 

SEQ NO 7 QGQKGNKGDVGPTGPEGPRGNIGPLGPTGLPGPMGPIGKPGPKGEAGPTGPQGEPGVRGI 
***************************************** 

SEQ NO 4 DMP I KFDKI L YN- EFNH YDTAAG 

SEQ NO 70 RGWKGDRGEKGKIGETLVLPKSAFTVGLTVLSKFPSSDMPIKFDKILYN-EFNHYDTAAG 

SEQ NO 10 RGWKGDRGEKGKIGETLVLPKSAFTVGLTVLSKFPSSDRPIKFDKILYN-EFNHYDTAAG 

SEQ NO 19 RG WKGDRGEKGKIGETLVLPKSAFTVGLTVLS 

SEQ NO 7 RG WKGDRGEKGKIGETLVLPKSAFTVGLTVLS 

SEQ NO 4 KFTCHIAGVYYFTYHITVFSRNVQVSLVKNGVKILHTKDAYMSSEDQASGGIVLQLKLGD 

SEQ NO 70 KFTCHIAGVYYFTYHITVFSRNVQVSLVKNGVKILHTKDAYMSSEDQASGGIVLQLKLGD 

SEQ NO 10 KFTCHIAGVYYFTYHITVFSRNVQVSLVKNGVKILHTKDAYMSSEDQASGGIVLQLKLGD 

SEQ NO 19 KFPSSDRPIKFDKIHITVFSRNVQVSLVKNGVKILHTKDAYMSSEDQASGGIVLQLKLGD 

SEQ NO 7 KFPSSDVPIKFDKIHITVFSRNVQVSLVKNGVKILHTRDAYVSSEDQASGSIVLQLKLGD 
** . . ^ ★★★*★*******★*****★★**★.*★*.★***★***_*★★★*★★★* 

SEQ NO 4 EVWLQVTGGERFNGLF ADEDDDTTFTGFLLF S S P 

SEQ NO 70 EVWLQVTGGERFNGLFADEDDDTTFTGFLLFSSP 

SEQ NO 10 EVWLQVTGGERFNGLFADEDDDTTFTGFLLFSSP 

SEQ NO 19 EVWLQVTGGERFNGLF ADEDDDTTFTGFLLF S S P 

SEQ NO 7 EMWCVIHRVAKCLSICDP FTVASCVRSR 

* . * . * * * 
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BLASTP AMINO ACID SEQUENCE ALIGNMENT OF COLLAGEN-LIKE CDCP POLYPEPTIDE (SEQ 
ID NO: 24) AND HUMAN al TYPE VIII COLLAGEN PRECURSOR (SEQ ID NO: 71) 

Score = 1622 bits (4201), Expect =0.0 

Identities = 742/744 (99%), Positives = 742/744 (99%) 



SEQ 


24: 


1 


MAVLPGPLQLLGVLLTISLSSIRLIQAGAYYGIKPLPPQIPPQMPPQIPQYQPLGQQVPH 


60 








MAVLPGPLQLLGVLLTISLSSIRLIQAGAYYGIKPLPPQIPPQMPPQIPQYQPLGQQVPH 




SEQ 


71: 


1 


MAVLPGPLQLLGVLLTISLSSIRLIQAGAYYGIKPLPPQIPPQMPPQIPQYQPLGQQVPH 


60 


SEQ 


24: 


61 


MPLAKDGLAMGKEMPHLQYGKEYPHLPQYMKEIQPAPRMGKEAVPKKGKEIPLASLRGEQ 


120 








MPLAKDGLAMGKEMPHLQYGKEYPHLPQYMKEIQPAPRMGKEAVPKKGKEIPLASLRGEQ 




SEQ 


71: 


61 


MPLAKDGLAMGKEMPHLQYGKEYPHLPQYMKEIQPAPRMGKEAVPKKGKEIPLASLRGEQ 


120 


SEQ 


24: 


121 


GPRGEPGPRGPPGPPGLPGHGIPGIKGKPGPQGYPGVGKPGMPGMPGKPGAMGMPGAKGE 


180 








GPRGEPGPRGPPGPPGLPGHGIPGIKGKPGPQGYPGVGKPGMPGMPGKPGAMGMPGAKGE 




SEQ 


71: 


121 


GPRGEPGPRGPPGPPGLPGHGIPGIKGKPGPQGYPGVGKPGMPGMPGKPGAMGMPGAKGE 


180 


SEQ 


24: 


181 


IGQKGEIGPMGIPGPQGPPGPHGLPGIGKPGGPGLPGQPGPKGDRGPKGLPGPQGLRGPK 


240 








IGQKGEIGPMGIPGPQGPPGPHGLPGIGKPGGPGLPGQPGPKGDRGPKGLPGPQGLRGPK 




SEQ 


71: 


181 


IGQKGEIGPMGIPGPQGPPGPHGLPGIGKPGGPGLPGQPGPKGDRGPKGLPGPQGLRGPK 


240 


SEQ 


24: 


241 


GDKGFGMPGAPGVKGPPGMHGPPGPVGLPGVGKPGVTGFPGPQGPLGKPGAPGEPGPQGP 


300 








GDKGFGMPGAPGVKGPPGMHGPPGPVGLPGVGKPGVTGFPGPQGPLGKPGAPGEPGPQGP 




SEQ 


71: 


241 


GDKGFGMPGAPGVKGPPGMHGPPGPVGLPGVGKPGVTGFPGPQGPLGKPGAPGEPGPQGP 


300 


SEQ 


24: 


301 


IGVPGVQGPPGI PGIGKPGQDGI PGQPGFPGGKGEQGLPGLPGPPGLPGIGKPGFPGPKG 


360 






IGVPGVQGPPGI PGIGKPGQDGI PGQPGFPGGKGEQGLPGLPGPPGLPGIGKPGFPGPKG 




SEQ 


71: 


301 


IGVPGVQGPPGI PGIGKPGQDGIPGQPGFPGGKGEQGLPGLPGPPGLPGIGKPGFPGPKG 


360 


SEQ 


24: 


361 


DRGMGGVPGALGPRGEKGPIGAPGIGGPPGEPGLPGIPGPMGPPGAIGFPGPKGEGGIVG 


420 






DRGMGGVPGALGPRGEKGPIGAPGIGGPPGEPGLPGIPGPMGPPGAIGFPGPKGEGGIVG 




SEQ 


71: 


361 


DRGMGGVPGALGPRGEKGPIGAPGIGGPPGEPGLPGIPGPMGPPGAIGFPGPKGEGGIVG 


420 


SEQ 


24: 


421 


PQGPPGPKGEPGLQGFPGKPGFLGEVGPPGMRGFPGPIGPKGEHGQKGVPGLPGVPGLLG 


480 








PQGPPGPKGEPGLQGFPGKPGFLGEVGPPGMRG PGPIGPKGE GQKGVPGLPGVPGLLG 




SEQ 


71: 


421 


PQGPPGPKGEPGLQGFPGKPGFLGEVGPPGMRGLPGPIGPKGEAGQKGVPGLPGVPGLLG 


480 


SEQ 


24: 


481 


PKGEPGI PGDQGLQGPPGI PGIGGPSGPIGPPGI PGPKGEPGLPGPPGFPGIGKPGVAGL 


540 








PKGEPGIPGDQGLQGPPGIPGIGGPSGPIGPPGIPGPKGEPGLPGPPGFPGIGKPGVAGL 




SEQ 


71: 


481 


PKGEPGI PGDQGLQGPPGIPGIGGPSGPIGPPGI PGPKGEPGLPGPPGFPGIGKPGVAGL 


540 


SEQ 


24: 


541 


HGPPGKPGALGPQGQPGLPGPPGPPGPPGPPAVMPPTPPPQGEYLPDMGLGIDGVKPPHA 


600 








HGPPGKPGALGPQGQPGLPGPPGPPGPPGPPAVMPPTPPPQGEYLPDMGLGIDGVKPPHA 




SEQ 


71: 


541 


HGPPGKPGALGPQGQPGLPGPPGPPGPPGPPAVMPPTPPPQGEYLPDMGLGIDGVKPPHA 


600 


SEQ 


24: 


601 


YGAKKGKNGGP AYEMPAFTAELTAPF P PVGA PVKFNKLL YNGRQNYNPQTG I FTC EVPGV 


660 








YGAKKGKNGGPAYEMPAFTAELTAPFPPVGAPVKFNKLLYNGRQNYNPQTGIFTCEVPGV 




SEQ 


71: 


601 


YGAKKGKNGG PAYEMPAFTAELTAPF P PVGAPVKFNKLL YNGRQNYNPQTG I FTC EVPGV 


660 


SEQ 


24: 


661 


YYFAYHVHCKGGNVWALFKNNEPVMYTYDEYKKGFLDQASGSAVLLLRP 


720 








YYFAYHVHCKGGNVWALFKNNEPVMYTYDEYKKGFLDQASGSAV^^ 




SEQ 


71: 


661 


YYFAYHVHCKGGNVWVALFKNNEPVMYTYDEYKKGFLD^ 


720 


SEQ 


24: 


721 


EQAAGLYAGQYVHSSFSGYLLYPM 744 










EQAAGL YAGQYVH S S F SGYLL Y PM 




SEQ 


71: 


721 


EQAAGLYAGQYVHSSFSGYLLYPM 744 Title: METHODS AND MATERIALS RELATING TO NOVEL 
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BLASTP AMINO ACID SEQUENCE ALIGNMENT OF OTOLIN-LIKE 
CDCP POLYPEPTIDE (SEQ ID NO : 27) AND HUMAN SIMILAR-TO- 

OTOLIN (SEQ ID NO: 78) 



>gi | 37550694 | ref | XP_067228 . 6 | similar to otolin-1 [Homo sapiens] 
Length =438 

Score = 894 bits (2310), Expect =0.0 

Identities = 434/459 (94%), Positives = 436/459 (94%), Gaps = 21/459 (4%) 



SEQ 


27 : 


19 


MNTIAKTTPHTKFTKKSEEREMPKGLKPSSGPPPEEEETLFTEMAEMAEPITKPSALDSV 


78 








MNTIAKTTPHTKFTKKSEEREMPKGLKPSSGPPPEEEETLFTEMAEMAEPITKPSALDSV 




SEQ 


78: 


1 


MNTIAKTTPHTKFTKKSEEREMPKGLKPSSGPPPEEEETLFTEMAEMAEPITKPSALDSV 


60 


SEQ 


27: 


79 


FGTATLSPFENFTLDPADFFLNCCDCCSPVPGQKGEPGETGQPGPKGEAGNLGIPGPPGV 


138 








FGTATLSPFENFTLDPADFFLNCCDCCSPVPGQKGEPGETGQPGPKGEAGNLGIPGPPGV 




SEQ 


78: 


61 


FGTATLSPFENFTLDPADFFLNCCDCCSPVPGQKGEPGETGQPGPKGEAGNLGIPGPPGV 


120 


SEQ 


27: 


139 


VGPQGPRGYKGEKGLKGERGDQGVPGYPGKPGAQGEPGPKGDKGNIGLGGVKGQKGSKGD 


198 








VGPQ G +G KGE+G E PGPKGDKGNI GLGGVKGQKGS KGD 




SEQ 


78: 


121 


VGPQ GPRGYKGEKG EPGPKGDKGNIGLGGVKGQKGSKGD 


159 


SEQ 


27 : 


199 


TCGNCTKGEKGDQGAMGSPGLHGGPGAKGEKGEMGEKGEMGDKGCCGDSGERGGKGQKGE 


258 








TCGNCTKGEKGDQGAMGSPGLHGGPGAKGEKGEMGEKGEMGDKGCCGDSGERGGKGQKGE 




SEQ 


78: 


160 


TCGNCTKGEKGDQGAMGSPGLHGGPGAKGEKGEMGEKGEMGDKGCCGDSGERGGKGQKGE 


219 


SEQ 


27: 


259 


GGMKGEKGSKGDSGMEGKSGRNGLPGAKGDPGIKGEKGELGPPGLLGPTGPKGDIGNKGV 


318 








GGMKGEKGSKGDSGMEGKSGRNGLPGAKGDPGIKGEKGELGPPGLLGPTGPKGDIGNKGV 




SEQ 


78: 


220 


GGMKGEKGSKGDSGMEGKSGRNGLPGAKGDPGIKGEKGELGPPGLLGPTGPKGDIGNKGV 


279 


SEQ 


27: 


319 


RGPTGKKGSRGFKGSKGELARVPRSAFSAGLSKPFPPPNIPIKFEKILYNDQGNYSPVTG 


378 








RGPTGKKGSRGFKGSKGELARVPRSAFSAGLSKPFPPPNIPIKFEKILYNDQGNYSPVTG 




SEQ 


78: 


280 


RGPTGKKGSRGFKGSKGELARVPRSAFSAGLSKPFPPPNIPIKFEKILYNDQGNYSPVTG 


339 


SEQ 


27: 


379 


KFNCSIPGTYVFSYHITVRGRPARISLVAQNKKQFKSRETLYGQEIDQASLLVILKLSAG 


438 








KFNC S I PGTYVF S YHI TVRGRP ARI SLVAQNKKQFKS RETL YGQE I DQASLLVILKLS AG 




SEQ 


78: 


340 


KFNCSIPGTYVFSYHITVRGRPARISLVAQNKKQFKSRETLYGQEIDQASLLVILKLSAG 


399 


SEQ 


27 : 


439 


DQVWLEVSKDWNGVYVS AEDDS I FTGFLLYPEETSGI S P 4 7 7 










DQWLEVSKDWNGVYVSAEDDS I FTGFLLYPEETSGI SP 




SEQ 


78: 


400 


DQVWLEVSKDWNGVYVS AEDDS I FTGFLLYPEETSGI S P 438 
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MULTIPLE AMINO ACID SEQUENCE ALIGNMENT OF GLIACOLIN-LIKE CDCP 
POLYPEPTIDES (SEQ ID NO : 32, 34, 38, AND 41) AND MURINE 
GLIACOLIN (SEQ ID NO: 72) 



SEQ 32 MVWGRRKSQDCDPTMITAFWIGLHLLEGPQGPVLAANLTILSSKRKVTFKKQSRRGPRPT 

SEQ 34 

SEQ 72 

SEQ 41 

SEQ 38 



SEQ 32 FKILSKSRQEDRPALSRLVGSRRRLIAAGALGVVMVLLLVILIPVL MLG 

SEQ 34 MVLLLVILIPVL MLG 

SEQ 72 MVLLLVI L I PVLVS S AGTS AHYEMLG 

SEQ 41 MVIjL L L VA I PL LVHSSRGP AHYEMLG 

SEQ 38 MVLLLL VA I PLLVH S S RG P AH YEMLG 

::: : :: :: * * * 

SEQ 32 TCRMVCDPYGGTKAPSTAATPDRGLMQSLPTFIQGPKGEAGRPGKAGPRGPPGEPGPPGP 

SEQ 34 TCRMVCDPYGGTKAPSTAATPDRGLMQSLPTFIQGPKGEAGRPGKAGPRGPPGEPGPPGP 

SEQ 72 TCRMVCDPYGGTKAPSTAATPDRGLMQSLPTFIQGPKGEAGRPGKAGPRGPPGEPGPPGP 

SEQ 41 RCRMVCDPHG-PRGPGPDGAP ASVP PF P PGAKGEVGRRGKAGLRGP PGPPGP 

SEQ 38 RCRMVCDPHG-PRGPGPDGAP ASVPPFPPGAKGEVGRRGKAGLRGP PGPPGP 

★ ******.★ : * * : * • * * * * * * ** **★* *** ****** 

SEQ 32 MGPPGEKGEPGRQGLPGPPGAPGLNAAGAISAATYSTGPKIAFYAGLKRQHEGYEVLKFD 

SEQ 3 4 MGPPGEKGEPGRQGLPGPPGAPGLNAAGAISAATYSTGPKIAFYAGLKRQHEGYEVLKFD 

SEQ 7 2 VGPPGEKGEPGRQGLPGPPGAPGLNAAGAISAATYSTVPKIAFYAGLKRQHEGYEVLKFD 

SEQ 41 RGPPGE PGR PGPPGPPGPGPGGVAPAAGY--VPRIAFYAGLRRPHEGYEVLRFD 

SEQ 3 8 RGPPGE PGR PGPPGPPGPGPGGVAPAAGY--VPRIAFYAGLRRPHEGYEVLRFD 

***** *** ; *****^** .** * *.*★**★**.* *******.** 

SEQ 32 DWTNLGNHYDPTTGKFTCSIPGIYFFTYHVLMRGGDGTSMWADLCKNNQVRASAIAQDA 

SEQ 34 DWTNLGNHYDPTTGKFTCS I PGI YFFTYHVLMRGGDGTSMWADLCKNNQVRASAIAQDA 

SEQ 72 DWTNLGNHYDPTTGKFTCS I PGI YFFTYHVLMRGGDGTSMWADLCKNNQVRASAIAQDA 

SEQ 41 D WTNVGNAYEAAS GKFTC PMPGVYFFAYHVLMRGGDGTSMWADLMKNGQVRASAI AQDA 

SEQ 3 8 DVVTNVGNAYEAAS GKFTC PMPGWFFAYHVLMRGGDGTSMWADLMKNGQGWGPRT ALPS 
*****.** *. _ ..*****.**.*★* ; **************** * ** * * 

SEQ 32 DQNYDYASNS WLHLE PGDEVYIKLD-GGKAHGG 

SEQ 34 DQNYDYASNS WLHLE PGDEVYIKLD-GGKAHGG 

SEQ 72 DQNYDYASNS WLHLE PGDEVYIKLD-GGKAHGG 

SEQ 41 DQNYDYASNS VILHLD VGDEVF I KLD - GGKVHGG 

SEQ 38 AESVAWQLKGQPGASAIICLLRVTVIQWESLWPPFSTYGCGPQEDDGLRFCSGASPVAG 

• ^ • • .... •••••* * 

SEQ 32 NNN KYSTF--SGFIIYAD 

SEQ 34 NNN KYSTF - - SGF 1 1 YAD 

SEQ 72 NNN KYSTF- -SGF 1 1 YAD 

SEQ 41 NTN KYSTF --SGFIIYPD 

SEQ 38 NCNPQDDARAQLPSFYVAEFMLPCTEQTLSLTQPCPSPCPVIPE 
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MULTIPLE AMINO ACID SEQUENCE ALIGNMENT OF GLIACOLIN-LIKE CDCP 
POLYPEPTIDES (SEQ ID NO: 32, 34, 38, AND 41) AND HUMAN CRF (SEQ 

ID NO: 73) 



SEQ 3 2 MWGRRKSQDCDPTMITAFWIGLHLLEGPQGPVLAANLTILSSKRKVTFKKQSRRGPRPT 

SEQ 34 

SEQ 73 

SEQ 41 

SEQ 38 



SEQ 32 FKILSKSRQEDRPALSRLVGSRRRLIAAGALGWMVLLLVILIPVL MLG 

SEQ 34 MVLLLVILIPVL MLG 

SEQ 73 MLLVLWLIPVLVSSGGPEGHYEMLG 

SEQ 41 MVLLLLVAI PLLVHSSRGPAHYEMLG 

SEQ 38 MVLLLLVAI PLLVHSSRGPAHYEMLG 

*•> . • • •••*»*•*••**•* * * * 

SEQ 3 2 TCRMVCDPYGGTKAPSTAATPDRGLMQS LPTFIQGPKGEAGRPGKAGPRGPPG 

SEQ 3 4 TCRMVCDPYGGTKAPSTAATPDRGLMQS LPTFIQGPKGEAGRPGKAGPRGPPG 

SEQ 7 3 TCRMVCDPYP-ARGPGAGARTDGGDALSEQSGAPPPSTLVQGPQGKPGRTGKPGPPGPPG 

SEQ 41 RCRMVCDPHG- PRGPGPDGAPAS VPPFPPGAKGEVGRRGKAGLRGPPG 

SEQ 38 RCRMVCDPHG- PRGPGPDGAPAS VPPFPPGAKGEVGRRGKAGLRGPPG 

*******. * . * .*. ** ** * **** 

SEQ 32 EPGPPGPMGPPGEKGEPGRQGLPGPPGAPGLNAAGAISAATYSTGPKIAFYAGLKRQHEG 

SEQ 34 EPGPPGPMGPPGEKGEPGRQGLPGPPGAPGLNAAGAISAATYSTGPKIAFYAGLKRQHEG 

SEQ 73 DPGPPGPVGPPGEKGEPGK PGPPGLPGAGGSGAISTATYTTVPRVAFYAGLKNPHEG 

SEQ 41 PPGPRGPPGE PGR PGPPGPPGPGPGGVAPAAGY--VPRIAFYAGLRRPHEG 

SEQ 3 8 - - - PPGPRGPPGE PGR- - - PGPPGPPGPGPGGVAPAAGY- - VPRIAFYAGLRRPHEG 

**** ***** **. .★**** ** * _ .* * *..****** :> *** 

SEQ 3 2 YEVLKFDDWTNLG3STHYDPTTGKFTCS I PGI YFFTYHVLMRGGDGTSMWADLCKNNQVRA 

SEQ 34 YEVLKFDD WTNLGNH YD PTTGKFTC S I PG I YFFTYHVLMRGGDGTSMWADLC KNNQVRA 

SEQ 73 YEVLKFDDWTNLGNNYDAASGKFTCNIPGTYFFTYHVLMRGGDGTSMWADLCKNGQVRA 

SEQ 41 YEVLRFDDWTNVGNAYEAASGKFTCPMPGVYFFAYHVLMRGGDGTSMWADLMKNGQVRA 

SEQ 3 8 YEVLRFDDWTNVGNAYEAASGKFTCPMPGVYFFAYHVLMRGGDGTSMWADLMKNGQGWG 
*★**.****★**.*★ *...***★* .** ***.***************** *** 

SEQ 32 SAIAQDADQNYDYASN SWLHLE PGDEVYIKLD 

SEQ 34 SAIAQDADQNYDYASN SWLHLE PGDEVYIKLD 

SEQ 73 SAIAQDADQNYDYASN SVILHLD AGDEVFIKLD 

SEQ 41 SAIAQDADQNYDYASN SVILHLD VGDEVFIKLD 

SEQ 38 PRTALPSAESVAWQLKGQPGASAIICLLRVTVIQWESLWPPFSTYGCGPQEDDGLRFCS 

*.::* * : 

SEQ 32 GGKAHGGNNN KYSTF--SGFIIYAD 

SEQ 34 GGKAHGGNNN KYSTF- -SGFIIYAD 

SEQ 73 GGKAHGGNSN KYSTF--SGFIIYSD 

SEQ 41 GGKVHGGNTN KYSTF- -SGFIIYPD 

SEQ 3 8 GASPVAGNCNPQDDARAQLPSFYVAEFMLPCTEQTLSLTQPCPSPCPVIPE 
* m *** ._.* .*.. 
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MULTIPLE AMINO ACID SEQUENCE ALIGNMENT OF GLIACOLIN-LIKE CDCP 
POLYPEPTIDES (SEQ ID NO: 46, 48, AND 51) AND HUMAN EEG1L (SEQ ID 

NO: 74) 



SEQ 46 

SEQ 51 

SEQ 48 

SEQ 74 MEVQVSQASLGFELTSVEKSLREWSRLSREVIAWLCPSSPNFILNFPPPPSASSVSMVQL 

SEQ 46 

SEQ 51 MKSAKPQVNHSQHGESQRALSPLQSTLSSAASPSQAYET 

SEQ 48 

SEQ 74 FSSPFGYQSPSGHSEEEREGNMKSAKPQVNHSQHGESQRALSPLQSTLSSAASPSQAYET 

SEQ 46 

SEQ 51 YIENGLICLKHKIRNIEKKKLKLEDYKDRLKSGEHLNPDQLEAVEKYEEVLHNLEFAKEL 

SEQ 48 

SEQ 74 YIENGLICLKHKIRNIEKKKLKLEDYKDRLKSGEHLNPDQLEAVEKYEEVLHNLEFAKEL 

SEQ 46 

SEQ 5 1 QKTFSGLSLDLLKAQKKAQRREHMLKLEAEKKKLRTILQVQYVLQNLTQEHVQKDFKGGL 

SEQ 48 

SEQ 7 4 QKTF SGL SLDLLKAQKKAQRREHMLKLEAEKKKLRT I LQVQYVLQNLTQEHVQKDFKGGL 

SEQ 46 

SEQ 51 NGAVYLPSKELDYLIKFSKLTCPERNESLSVEDQMEQSSLYFWDLLEGSEKAWGTTYKH 

SEQ 48 ■ 

SEQ 74 NGAVYLPSKELDYLIKFSKLTCPERNESLSVEDQMEQSSLYFWDLLEGSEKAWGTTYKH 

SEQ 46 MLIQSEKKTQLSKTESVKESESLMEFA 

SEQ 51 LKDLLSKLLNSGYFESIPVPKNAKEKEVPLEEEMLIQSEKKTQLSKTESVKESESLMEFA 

SEQ 48 MLIQSEKKTQLSKTESVKESESLMEFA 

SEQ 74 LKDLLSKLLNSGYFESIPVPKNAKEKEVPLEEEMLIQSEKKTQLSKTESVKESESLMEFA 

*************************** 

SEQ 46 QPEIQPQEFLNRRYMTEVDYSNKQGEEQPWEADYARKPNLPKRWDMLTEPDGQEKKQESF 

SEQ 5 1 QPEIQPQEFLNRRYMTEVDYSNKQGEEQPWEADYARKPNLPKRWDMLTEPDGQEKKQESF 

SEQ 48 QPEIQPQEFLNRRYMTEVDYSNKQGEEQPWEADYARKPNLPKRWDMLTEPDGQEKKQESF 

SEQ 74 QPEIQPQEFLNRRYMTEVDYSNKQGEEQPWEADYARKPNLPKRWDMLTEPDGQEKKQESF 

SEQ 46 KSWEASGKHQEVSKPAVSLEQRKQDTSKLRSTLPEEQKKQEISKSKPSPSQWKQDTPKSK 

SEQ 51 KSWEASGKHQEVSKPAVSLEQRKQDTSKLRSTLPEEQKKQEISKSKPSPSQWKQDTPKSK 

SEQ 48 KSWEASGKHQEVSKPAVSLEQRKQDTSKLRSTLPEEQKKQEISKSKPSPSQWKQDTPKSK 

SEQ 74 KSWEASGKHQEVSKPAVSLEQRKQDTSKLRSTLPEEQKKQEISKSKPSPSQWKQDTPKSK 

SEQ 46 AGYVQEEQKKQETPKLWPVQLQKEQDPKKQTPKSWTPSMQSEQNTTKSWTTPMCEEQDSK 

SEQ 51 AGYVQEEQKKQETPKLWPVQLQKEQDPKKQTPKSWTPSMQSEQNTTKSWTTPMCEEQDSK 

SEQ 4 8 AGYVQEEQKKQETPKLWPVQLQKEQDPKKQTPKSWTPSMQSEQNTTKSWTTPMCEEQDSK 

SEQ 7 4 AGYVQEEQKKQETPKLWPVQLQKEQDPKKQTPKSWTPSMQSEQNTTKSWTTPMCEEQDSK 
************************^ 



FIGURE 12f^ t: METHODS AND MATERIALS RELATING TO NOVEL 
Clq DOMAIN-CONTAINING POLYPEPTIDES AND 
POLYNUCLEOTIDES 
Applicants: Tianhua Hu 
Docket No.: HYS-46CIP 
13/32 



SEQ 46 QPETPKSWENNVESQKHSLTSQSQISPKSWGVATASLIPNDQLLPRKLNTEPKDVPKPVH 

SEQ 51 QPETPKSWENNVESQKHSLTSQSQISPKSWGVATASLIPNDQLLPRKLNTEPKDVPKPVH 

SEQ 48 QPETPKSWENNVESQKHSLTSQSQISPKSWGVATASLIPNDQLLPRKLNTEPKDVPKPVH 

SEQ 74 QPETPKSWENNVESQKHSLTSQSQISPKSWGVATASLIPNDQLLPRKLNTEPKDVPKPVH 

SEQ 46 QPVGSSSTLPKDPVLRKEKLQDLMTQIQGTCNFMQESVLDFDKPSSAIPTSQPPSATPGS 

SEQ 51 QPVGSSSTLPKDPVLRKEKLQDLMTQIQGTCNFMQESVLDFDKPSSAIPTSQPPSATPGS 

SEQ 48 QPVGSSSTLPKDPVLRKEKLQDLMTQIQGTCNFMQESVLDFDKPSSAIPTSQPPSATPGS 

SEQ 74 QPVGSSSTLPKDPVLRKEKLQDLMTQIQGTCNFMQESVLDFDKPSSAIPTSQPPSATPGS 

SEQ 46 PVASKEQNLS SQSDFLQEPLQATSS PVTCS SNACLVTTDQAS SGSETEFMTSETPEAAI P 

SEQ 51 PVASKEQNLS SQSDFLQEPLQATSSPVTCS SNACLVTTDQAS SGSETEFMTSETPEAAI P 

SEQ 48 PVASKEQNLS SQSDFLQEPLQ 

SEQ 74 PVAS KEQNL S SQSDFLQE PLQATS S PVTC S SNACLVTTDQAS SGS ETEFMTS ETPE 

**★★**★★*****★****★*★ : :: :: : 

SEQ 46 PGKQPSSLASPNPPMAKGSEQGFQSPPASSSSVTINTAPFQAMQTVFNVNAPLPPRKEQE 

SEQ 51 PGKQPSSLASPNPPMAKGSEQGFQSPPASSSSVTINTAPFQAMQTVFNVNAPLPPRKEQE 

SEQ 48 VFNVNAPLPPRKEQE 

SEQ 74 VFNVNAPLPPRKEQE 

. . . .... *************** 

SEQ 46 IKESPYSPGYNQSFTTASTQTPPQCQLPSIHVEQTVHSQETAN-YHPDGTIQVSNGSLAF 

SEQ 51 IKESPYSPGYNQSFTTASTQTPPQCQLPSIHVEQTVHSQETAN-YHPDGTIQVSNGSLAF 

SEQ 48 IKESPYSPGYNQSFTTASTQTPPQCQLPSIHVEQTVHSQETAANYHPDGTIQVSNGSLAF 

SEQ 74 IKESPYSPGYNQSFTTASTQTPPQCQLPSIHVEQTVHSQETAN-YHPDGTIQVSNGSLAF 
****************************************** **************** 

SEQ 46 YPAQTNVF PRPTQPFVNSRGSVRGCTRGGRLITNS YRS PGGYKGFDTYRGLPS I SNGNYS 

SEQ 51 YPAQTNVF PRPTQPFVNSRGSVRGCTRGGRLITNS YRS PGGYKGFDTYRGLPS I SNGNYS 

SEQ 48 YPAQTNVF PRPTQPFVNSRGSVRGCTRGGRLITNS YRS PGGYKGFDTYRGLPS I SNGNYS 

SEQ 74 YPAQTNVFPRPTQPFVNSRGSVRGCTRGGRLITNSYRS PGGYKGFDTYRGLPS I SNGNYS 

************************************************************ 

SEQ 46 QLQFQAREYSGAPYSQR--CLETSEPLWLLGKARIISSSVISEEGHLWHEQIREVSSPE 

SEQ 51 QLQFQAREYSGAPYSQRDNFQQCYKRGGTSGGPRANSRAGWSDS SQVSSPE 

S EQ 4 8 QLQFQAREYSGAPYSQRDNFQQC YKRGGTSGGPRANSRAGWSDS S QVS S PE 

SEQ 74 QLQFQAREYSGAPYSQRDNFQQCYKRGGTSGGPRANSRAGWSDS SQVSSPE 

***************** . . * * * . *.^ ... . .****★ 

SEQ 4 6 RDNETFNSGDSGQGDSRSMTPVDVPVTNPAATILPVHVYPLPQQMRVAFSAARTSNLAPG 

SEQ 51 RDNETFNSGDSGQGDSRSMTPVDVPVTNPAATILPVHVYPLPQQMRVAFSAARTSNLAPG 

SEQ 48 RDNETFNSGDSGQGDSRSMTPVDVPVTNPAATILPVHVYPLPQQMRVAFSAARTSNLAPG 

SEQ 74 RDNETFNSGDSGQGDSRSMTPVDVPVTNPAATILPVHVYPLPQQMRVAFSAARTSNLAPG 
************************************************************ 

SEQ 4 6 TLDQPIVFDLLLNNLGETFDLQLGRFNCPVNGTYVFIFHMLKLAVNVPLYVNLMKNEEVL 

SEQ 51 TLDQPIVFDLLLNNLGETFDLQLGRFNCPVNGTYVFIFHMLKLAVNVPLYVNLMKNEEVL 

SEQ 48 TLDQPYGVDLLLNNLGETFDLQLGRFNCPWGTWFIFHMLKLAVNVPLYVNLMKNEEVL 

SEQ 74 TLDQPIVFDLLLNNLGETFDLQLGRFNCPVNGTYVFIFHMLKLAVNVPLYVNLMKNEEVL 
***** **************************************************** 

SEQ 4 6 VSAYANDGAPDHETASNHAILQLFQGDQIWLRLHRGAI YGSSWKYSTFSGYLLYQD 

SEQ 51 VSAYANDGAPDHETASNHAILQLFQGDQIWLRLHRGAI YGSSWKYSTFSGYLLYQD 

SEQ 48 VSAYANDGAPDHETASNHAILQLFQGDQIWLRLHRGAI YGSSWKYSTFSGYLLYQD 

SEQ 74 VSAYANDGAPDHETASNHAILQLFQGDQ I WLRLHRGA I YGSSWKYSTFSGYLLYQD 
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BLASTP AMINO ACID SEQUENCE ALIGNMENT OF EMILIN-LIKE 
CDCP POLYPEPTIDE (SEQ ID NO: 55) AND HUMAN EMILIN-2 

PRECURSOR (SEQ ID NO: 77) 



>gi | 14042988 | extracellular glycoprotein EMILIN-2 precursor [Homo sapiens] 
Length = 1053 

Score = 547 bits (1410), Expect = e-154 



Identities 


= 264/267 (98%), Positives = 265/267 (98%) 




SEQ 


55: 


247 


EAPSPPPPAEAPKEPLQPEPAPPRPSGPATAEDPGRRPVLPQRPPEERPPQPPGSTGVIA 


306 








+APSPPPPAEAPKEPLQPEPAPPRPSGPATAEDPGRRPVLPQRPPEERPPQPPGSTGVIA 




SEQ 


77: 


787 


KAPSPPPPAEAPKEPLQPEPAPPRPSGPATAEDPGRRPVLPQRPPEERPPQPPGSTGVIA 


846 


SEQ 


55: 


307 


ETGQAGPPAGAGVSGRGLPRGVDGQTGSGTVPGAEGFAGAPGYPKSPPVASPGAPVPSLV 


366 








ETGQAGPPAGAGVSGRGLPRGVDGQTGSGTVPGAEGFAGAPGYPKSPPVASPGAPV SLV 




SEQ 


77: 


847 


ETGQAGP P AGAGVSGRGL PRGVDGQTGSGTVPGAEGFAGAPG YPKS P PVAS PGAPVS SLV 


906 


SEQ 


55: 


367 


SFSAGLTQKPFPSDGGVVLFNKvXVlSroGDVYNPSTGVFTAPYDGRYLITATLTPERDAYV 


426 








SFSAGLTQKPFPSDGGVVTiFNKVX.VM^GDVYNPSTGVFTAPYDGRYLITATLTPERDAYV 




SEQ 


77: 


907 


SFSAGLTQKPFPSDGGVVLFNKVLVNDGDVYNPSTGVFTAPYDGRYLITATLTPERDAYV 


966 . 


SEQ 


5.5: 


427 


EAVIiSVSNASVAQLHTAGYRREFLEYHRPTGALHTCGGPGAFHLIVTlLKAGDAVNvWTG 


486 








EAVLSVSNASVAQLHTAGYRREFLEYHRP GALHTCGGPGAFHLIVHLKAGDAVNVWTG 




SEQ 


77: 


967 


EAVIiSVSNASVAQLHTAGYRREFLEYHRPPGALHTCGGPGAFHLIVTILKAGDAvTSfvWTG 


1026 


SEQ 


55: 


487 


GKLAHTDFDEMYSTFSGVFLYPFLSHL 513 










GKLAHTDFDEMYSTFSGVFLYPFLSHL 




SEQ 


77: 


1027 GKLAHTDFDEMYSTFSGVFLYPFLSHL 1053 
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BLASTP AMINO ACID SEQUENCE ALIGNMENT OF C1QTNF-LIKE 
CDCP POLYPEPTIDE (SEQ ID NO: 59) AND HUMAN C1QTNF7 (SEQ 

ID NO: 75) 



>gi | 13994280 | Clq and tumor necrosis factor related protein 7; [Homo sapiens] 
Length = 289 

Score = 611 bits (1576), Expect = e-174 

Identities = 289/289 (100%), Positives = 289/289 (100%) 

SEQ 59: 1 MFVLLYVTSFAICASGQPRGNQLKGENYSPRYICSIPGLPGPPGPPGANGSPGPHGRIGL 60 

MFVLLYVTSFAICASGQPRGNQLKGENYSPRYICSIPGLPGPPGPPGANGSPGPHGRIGL 
SEQ 75: 1 MFVXLYVTSFAICASGQPRGNQLKGENYSPRYICSIPGLPGPPGPPGANGSPGPHGRIGL 60 

SEQ 59: 61 PGRDGRDGRKGEKGEKGTAGLRGKTGPLGLAGEKGDQGETGKKGPIGPEGEKGEVGPIGP 120 

PGRDGRDGRKGEKGEKGTAGLRGKTGPLGLAGEKGDQGETGKKGPIGPEGEKGEVGPIGP 
SEQ 75: 61 PGRDGRDGRKGEKGEKGTAGLRGKTGPLGLAGEKGDQGETGKKGPIGPEGEKGEVGPIGP 120 

SEQ 59: 121 PGPKGDRGEQGDPGLPGVCRCGSIVLKSAFSVGITTSYPEERLPIIFNKVLFNEGEHYNP 180 

PGPKGDRGEQGDPGLPGVCRCGSIVLKSAFSVGITTSYPEERLPIIFNKVLFNEGEHYNP 
SEQ 75: 121 PGPKGDRGEQGDPGLPGVCRCGSIVLKSAFSVGITTSYPEERLPIIFNKVLFNEGEHYNP 180 

SEQ 59: 181 ATGKFICAFPGIYYFSYDITLANKHLAIGLVHNGQYRIKTFDANTGNHDVASGSTVIYLQ 240 

ATGKFICAFPGIYYFSYDITLANKHLAIGLVHNGQYRIKTFDANTGNHDVASGSTVIYLQ 
SEQ 75: 181 ATGKF I C AF PG I YYF S YDI TLANKHLAI GLVHNGQYRI KTFDANTGNHDVASGSTVI YLQ 240 

SEQ 59: 241 PEDEVWLEIFFTDQNGLFSDPGWADSLFSGFLLYVDTDYLDSISEDDEL 289 

PEDEVWLEI FFTDQNGLFSDPGWADSLFSGFLLYVDTDYLDS I SEDDEL 
SEQ 75: 241 PEDEVWLE I FFTDQNGLFSDPGWADSLFSGFLLYVDTDYLDS I SEDDEL 289 
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BLASTP AMINO ACID SEQUENCE ALIGNMENT OF C1QTNF-LIKE 
CDCP POLYPEPTIDE (SEQ ID NO: 63) AND HUMAN C1QTNF6 (SEQ 

ID NO: 76) 

>gi | 32967294 | Clq and tumor necrosis factor related protein 6 [Homo sapiens] 
Length =278 

Score = 538 bits (1387), Expect = e-152 

Identities = 259/259 (100%), Positives = 259/259 (100%) 



SEQ 


63: 


1 


MGTAALGPVWAALLLFLLMCEIPMVELTFDRAVASGCQRCCDSEDPLDPAHVSSASSSGR 


60 








MGTAALGPVWAALLLFLLMCEIPMVELTFDRAVASGCQRCCDSEDPLDPAHVSSASSSGR 




SEQ 


76: 


20 


MGTAALGPVWAALLLFLLMCEIPMVELTFDRAVASGCQRCCDSEDPLDPAHVSSASSSGR 


79 


SEQ 


63: 


61 


PHALPEIRPYINITILKGDKGDPGPMGLPGYMGREGPQGEPGPQGSKGDKGEMGSPGAPC 


120 








PHALPEIRPYINITILKGDKGDPGPMGLPGYMGREGPQGEPGPQGSKGDKGEMGSPGAPC 




SEQ 


76: 


80 


PHALPEIRPYINITILKGDKGDPGPMGLPGYMGREGPQGEPGPQGSKGDKGEMGSPGAPC 


139 


SEQ 


63: 


121 


QKRFFAFSVGRKTALHSGEDFQTLLFERVFVNLDGCFDMATGQFAAPLRGIYFFSLNVHS 


180 








QKRFFAFSVGRKTALHSGEDFQTLLFERVFVNLDGCFDMATGQFAAPLRGIYFFSLNVHS 




SEQ 


76: 


140 


QKRFFAFSVGRKTALHSGEDFQTLLFERVFWLDGCFDMATGQFAAPLRGIYFFSLNVHS 


199 


SEQ 


63: 


181 


WNYKETYVTlIMHNQKEAVILYAQPSERSIMQSQSW^DLAYGDRvWRLFKRQRENAIYS 


240 








WNYKETYVTIIMHNQKEAVILYAQPSERSIMQSQSVMLDLAYGDRVWRLFKRQRENAIYS 




SEQ 


76: 


200 


VmYKETYVllIMHNQKEAVILYAQPSERSIMQSQSWILDLAYGDRvWRLFKRQRENAIYS 


259 


SEQ 


63: 


241 


NDFDTYITFSGHLIKAEDD 259 










NDFDTYITFSGHLIKAEDD 




SEQ 


76: 


260 


NDFDTYITFSGHLIKAEDD 278 
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ALIGN 0 NUCLEIC ACID SEQUENCE ALIGNMENT OF C1QTNF-LIKE CDCP 
POLYNUCLEOTIDES (SEQ ID NO : 62 AND 65) 



SEQ ID NO: 62 (2944 nt) vs. SEQ ID NO: 65 (1651 nt) 

scoring matrix: DNA, gap penalties: -16/-4 

41.7% identity; Global alignment score: 3732 

10 20 30 40 50 
SEQ 62 GC TATAGAAAAAAG AAAGG AAC G AAAAGAGAC AGTTTTTTTTGGAAAGC TA AGT 

SEQ 65 TGGGCCTGGGGGTCTGGGCCAGCAACAAGTTAGT 

10 20 30 

60 70 80 90 100 

SEQ 62 CTTCCCTTTATCGAGTCAAGAAACCCC CCCTTCTTGAGCTATT- -TACAGCTTTTAA 



110 120 130 140 150 160 

SEQ 62 CAATTGAGT--AAAGTACGCTCCGGTCACCATGGGGACAGCCGCCCTGGGTCCCGTCTGG 



SEQ 6 5 CTGGGGAGGCCACAGGACACAG-GGTCACCATGGGGACAGCCGCCCTGGGTCCCGTCTGG 
100 110 120 130 140 150 

170 180 190 200 210 220 

SEQ 62 GC AGCGC TC C TGC TCTTTC TCC TGATGTGTGAGATC C C TATGGTGGAGCTC ACC TTTGAC 

SEQ 6 5 GCAGCGCTCCTGCTCTTTCTCCTGATGTGTGAGATCCCTATGGTGGAGCTCACCTTTGAC 
160 170 180 190 200 210 

230 240 250 260 270 280 

SEQ 62 AG AGCTGTGGC C AGC GGC TGC C AAC GGTGC TGTGAC TCTG AGGACC C C C TGGATCC TGC C 

SEQ 65 AGAGCTGTGGCCAGCGGCTGCCAACGGTGCTGTGACTCTGAGGACCCCCTGGATCCTGCC 
220 230 240 250 260 270 




SEQ 65 ATTGCAGACAT-GGGCCAAGGAGCCAGAGGCCATGCAGTGGCTCAGGGTCCGTGAGTCGC < 

40 50 60 70 80 90 S ^ J - JS 



290 300 310 320 330 340 

SEQ 6 2 CATGTATCCTC AGCCTCTTCCTCCGGCCGCCCCCACGCCCTGCCTGAGATC AGACCCTAC 



SEQ 65 CATGTATCCTCAGCCTCTTCCTCCGGCCGCCCCCACGCCCTGCCTGAGATCAGACCCTAC 
280 290 300 310 320 330 



350 360 370 380 390 400 

SEQ 62 ATTAATATCACCATCCTGAAGGGTGACAAAGGGGACCCAGGCCCAATGGGCCTGCCAGGG 



SEQ 65 ATTAAT ATC AC C ATC C TGAAGGGTGAC AAAGGGG ACC C AGGC C C AATGGGC C TGC C AGGG 
340 350 360 370 380 390 



410 420 430 440 450 460 

SEQ 62 TACATGGGCAGGGAGGGTCCCCAAGGGGAGCCTGGCCCTCAGGGCAGCAAGGGTGACAAG 



SEQ 65 T AC ATGGGC AGGG AGGGTC C C C AAGGGGAGC C TGGC C C TC AGGGC AGC AAGGGTGAC AAG 
400 410 420 430 440 450 
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470 480 490 500 510 520 

SEQ 6 2 GGGGAGATGGGC AGCCCCGGCGCCCCGTGCCAGAAGCGCTTCTTCGCCTTCTCAGTGGGC 



SEQ 6 5 GGGGAGATGGGCAGCCCCGGCGCCCCGTGCCAGAAGCGCTTCTTCGCCTTCTCAGTGGGC 
460 470 480 490 500 510 

530 540 550 560 570 580 

SEQ 62 CGCAAGACGGCCCTGCACAGCGGCGAGGACTTCCAGACGCTGCTCTTCGAAAGGGTCTTT 



SEQ 65 CGCAAGACGGCCCTGCACAGCGGCGAGGACTTCCAGACGCTGCTCTTCGAAAGGGTCTTT 
520 530 540 550 560 570 

590 600 610 620 630 640 

SEQ 6 2 GTGAACCTTGATGGGTGCTTTGACATGGCGACCGGCCAGTTTGCTGCTCCCCTGCGTGGC 



SEQ 6 5 GTGAACCTTGATGGGTGCTTTGACATGGCGACCGGCC AGTTTGCTGCTCCCCTGCGTGGC 
580 590 600 610 620 630 

650 660 670 680 690 700 

SEQ 62 ATCTACTTCTTCAGCCTCAATGTGCACAGCTGGAATTACAAGGAGACGTACGTGCACATT 



SEQ 65 ATCTACTTC TTC AGC C TC AATGTGC AC AGC TGGAATTAC AAGGAGACGTAC GTGC AC ATT 
640 650 660 670 680 , 690 

710 720 730 740 750 760 

SEQ 62 ATGCATAACCAGAAAGAGGCTGTCATCCTGTACGCGCAGCCCAGCGAGCGCAGCATCATG 



SEQ 65 ATGCATAACCAGAAAGAGGCTGTCATCCTGTACGCGCAGCCCAGCGAGCGCAGCATCATG 
700 710 720 730 740 750 

770 780 790 800 810 820 

SEQ 62 CAGAGCCAGAGTGTGATGCTGGACCTGGCCTACGGGGACCGCGTCTGGGTGCGGCTCTTC 



SEQ 65 CAGAGCCAGAGTGTGATGCTGGACCTGGCCTACGGGGACCGCGTCTGGGTGCGGCTCTTC 
760 770 780 790 800 810 

830 840 850 860 870 880 

SEQ 62 AAGCGCCAGCGCGAGAACGCCATCTACAGCAACGACTTCGACACCTACATCACCTTCAGC 



SEQ 65 AAGCGCCAGCGCGAGAACGCCATCTACAGCAACGACTTCGACACCTACATCACCTTCAGC 
820 830 840 850 860 870 

890 900 910 920 930 940 

SEQ 62 GGCCACCTCATCAAGGCCGAGGACGACTGAGGGCCTCTGGGCCACCCTCCCGGCTGGAGA 



SEQ 65 GGCCACCTCATCAAGGCCGAGGACGACTGAGGGCCTCTGGGCCACCCTCCCGGCTGGAGA 
880 890 900 910 920 930 

950 960 970 980 990 1000 

SEQ 62 GCTC AGGTGCTGGTC C C GTCC CC TGC AGGGC TC AGTTTGC AC TGCTGTGAAGC AGGAAGG 



SEQ 65 GCTCAG CTGATACGGCATCCTGC-GAGAAGACCT-GCCCTCCT CA 

940 950 960 970 
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1010 1020 1030 1040 1050 1060 

SEQ 62 CCAGGGAGGTCCCCGGGGACCTGGCATTCTGGGGAGACCCTGCTTCTATCTTGGCTGCCA O < 

• ••»« »***•••• • «*■•■ • ••*•• * • % 

* • • • ■ » • • * * • * • • • • 9 9 m * • • * • ■ • • ■ ■ ■ 9 9 

SEQ 65 -CTGGGA- -TCCCCTT CCTGCC -TCCTCCCAGGGCTCTGCCAGGGCCTTG-CT- -CA § Q 

980 990 1000 1010 1020 h£ 

■J Pu co 5 « 

1070 1080 1090 1100 1110 1120 

SEQ 62 TCATCCCTCCCAGCCTATT--TCTGCTCCTCTCTTCTCTCTTGGACCTATTTTAAGAAGC co O P J £ 



SEQ 6 5 CAGCTGCCCTCAGACACTGATGTCTGTCCCCAGGTGCTCTCTGCCCCTCATGCCCCTCTC 
1080 1090 1100 1110 1120 1130 

1190 1200 1210 1220 1230 1240 

SEQ 62 AC TTGGAAATGC ATGC GAATC AC CC GGGGTTC GTGTTAAATGC AG ATTC TG ACTC AGC AG 



SEQ 65 ACCGGCCCAGTGCCCCGACTCTCCAGGCTTT ATC AAGGTGC T AAG GCCC 

1140 1150 1160 1170 1180 

1250 1260 1270 1280 1290 1300 

SEQ 62 GTCTGAGTGGGTCCAGGATTCTGTGTTTCTCATATGTTCCTGGGTGATGCTGATGGGGTC 

SEQ 65 GGGTGGGCAGCTCCTCGTCTCAGAGCC-CTCCTCCGG-CCTGG-TGCTGCCTTTACAAAC 
1190 1200 1210 1220 1230 

1310 1320 1330 1340 1350 

SEQ 62 AGTCTATGAACCA C AC TGGAGC AAC C AGGTTC TAGGACTTTC TC AATATTC TAGTA 

SEQ 65 ACCTGCAGGAGAAGGGCCACGGAAGCC-CCAGGCTTTAGAGCCCTCAGCAGGTCTGGGGA 
1240 1250 1260 1270 1280 1290 

1360 1370 1380 1390 1400 1410 

SEQ 62 C TTTC TG AAC ATTC TGG AATCC TC C C C AC ATTC T AGAATTC TC C C AAC ATTTTTTTTTC T 

• a ■ a ■ a * ■ 9 9 9 m m m • • • • 

SEQ 6 5 GC T AG AGC AAAGG AGGG A - - CC TC AGGC CTTC C GTTTCTTCTTC C AGGGTGGGGTGGCC T 
1300 1310 1320 1330 1340 1350 

1420 1430 1440 1450 1460 1470 

SEQ 62 TGAGA CAGAGTCTTGCTCTGTTGCCCAGGCTAGAGTGCAGTGGTGCAATCTCAGTTC 

SEQ 65 GGTGTTCCCCTAGCCTTCCA AACCCAGG-TGGCCTGCCCTTCTCC CCAGAGG 

1360 1370 1380 1390 1400 

1480 1490 1500 1510 1520 1530 

SEQ 62 ACTGCAACCTCTGCCTCCCGG-GTTCAAGC-GATTCTTCTGCCTCAGCCTCCCTAGTGGC 



SEQ 6 5 GAGGC GGC C TCCGCCC ATTGGTGC TC ATGC AGAC TC TGGGGC - TGAGGTGC C C C GGGGGG 
1410 1420 1430 1440 1450 1460 



SEQ 65 - - GTC C CTTC C ACC AAAGTC ATC TGAAC TTC - CGTTTC CCC AGGGC C T C 2 g ^ M * § 

1030 1040 1050 1060 1070 p g 5 a 6 8 

1130 1140 1150 1160 1170 1180 ^^J^JS 

SEQ 62 TTGCTAACCTAA-ATATTCTAGAACTTTCCCAGC - -CTCGTAGCCCAGCA- -CTTCTCAA 2 8 2 < 
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1540 1550 1560 1570 1580 

SEQ 62 TGGGATTACAGGCGCCTGCTACCATG CCTGGC TAATTTTTGTATTTTTAGTAGAGA 



SEQ 65 TG--ATCTCTGGTGCTCACAGCCGAGGAGCCGTGGCTCC ATGGCCAGATGACGGAAA 

1470 1480 1490 1500 1510 

1590 1600 1610 1620 1630 

SEQ 62 TGGGGTTTCACCATATTGGCCAGG C TGGTC T - TGAAC T - - CC TGAC TTC AGGTGA 

SEQ 65 CAGGGTCTGACCAAGT--GCCAGGAAGACCTGTGCTATAAACCACCCTGCCTGATCCTGC 
1520 1530 1540 1550 1560 1570 

1640 1650 1660 1670 1680 1690 

SEQ 62 CCCA CCCGCCTCGGCCTCTCAAAATGCTGGGATTACAGGTGTGAGCCACCGTG 



SEQ 65 CCCTGCCTGACCCCGCC ACGCCCTGCCGTCCAGCATG- ATTAAAGAATGCTGTCTCCT - - 
1580 1590 1600 1610 1620 1630 

1700 1710 1720 1730 1740 1750 

SEQ 62 CCTGGCCAATTCCAACATTCTTAAATTCTCTCATCCCTCCAGGGCTCCCCGTGCTATGTT 



SEQ 65 CTTGGCAAAAAAAAAAA 

1640 1650 

1760 1770 1780 1790 1800 1810 

SEQ 62 CTCTTTACCCCTTCCCCCTCTTCTCTTGCTCAGGCCTGCACCACTGCAGCCACCGTTCAT 



SEQ 65 



1820 1830 1840 1850 1860 1870 

SEQ 62 TTATTCATTCATTAAACACTGAGCACTCACTCTGTGCTGGGTCCCGGGAAGGGTGAGGGG 



SEQ 65 



1880 1890 1900 1910 1920 1930 

SEQ 6 2 GTC AGAC AC AGGCCCTGCCCCTGCCCTCAGTGACTGGCC AGTCCAGCCC AGGCGGGGAGA 



SEQ 65 



1940 1950 1960 1970 1980 1990 

SEQ 62 GATGTGTACATAGGTTTTAAAGCAGACCCAGAGCTCATGGGGGCCTGTGTTCTGGGTGTT 

SEQ 65 



2000 2010 2020 2030 2040 2050 

SEQ 62 CAGGTGCTGC TGGTC CTCCATTACCCACTGCTCCCCAAGGCTGGTGGGACGGGGTCCCGG 

SEQ 65 
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2060 2070 2080 2090 2100 2110 

SEQ 62 TGGCAGGGGCAGGTATCTCCTTCCCGTTCCTCATCCACCTGCCCAGTGCTCATCGTTACA 



SEQ 65 



2120 2130 2140 2150 2160 2170 

SEQ 62 GCAAACCCCAGGGGGCCTTGGCCAGGTCAAGGGTTCTGTGAGGAGAGGACCCAGGAGTGT 



SEQ 65 



I 2300 2310 2320 2330 2340 2350 

! SEQ 62 CTCCTCCCAGGGCTCTGCCAGGGCCTTGCTCAGTCCCTTCCACCAAAGTCATCTGAACTT 

i 

I SEQ 65 

2360 2370 2380 2390 2400 2410 

SEQ 62 CCGTTTCCCCAGGGCCTCCAGCTGCCCTCAGACACTGATGTCTGTCCCCAGGTGCTCTCT 



SEQ 65 



2420 2430 2440 2450 2460 2470 

SEQ 6 2 GCCCCTC ATGCCCCTCTCACCGGCCCAGTGCCCCGACTCTCC AGGCTTTATC AAGGTGCT 



SEQ 65 



2480 2490 2500 2510 2520 2530 

SEQ 62 AAGGCCCGGGTGGGCAGCTCCTCGTCTCAGAGCCCTCCTCCGGCCTGGTGCTGCCTTTAC 



SEQ 65 



2540 2550 2560 2570 2580 2590 

SEQ 62 AAACACCTGCAGGAGAAGGGCCACGGAAGCCCCAGGCTTTAGAGCCCTCAGCAGGTCTGG 

SEQ 65 



SEQ 65 | O | £ £ 

< < g g z 

2180 2190 2200 2210 2220 2230 ^ £ j = ,1 

SEQ 62 GGGGGCATTTGGGGGGTGAAGTGGCCCCCGAAGAATGGAACCCACACCCATAGCTCTCCC @Ool| 

| <V °~ < Q 

SEQ 65 g § 

2240 2250 2260 2270 2280 2290 H ^ 

SEQ 62 CACAGCTGATACGGCATCCTGCGAGAAGACCTGCCCTCCTCACTGGGATCCCCTTCCTGC 2 rt 
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2600 2610 2620 2630 2640 2650 

SEQ 62 GGAGCTAGAGCAAAGGAGGGACCTCAGGCCTTCCGTTTCTTCTTCCAGGGTGGGGTGGCC 



SEQ 65 



2660 2670 2680 2690 2700 2710 

SEQ 62 TGGTGTTCCCCTAGCCTTCCAAACCCAGGTGGCCTGCCCTTCTCCCCAGAGGGAGGCGGC 

SEQ 65 



2720 2730 2740 2750 2760 2770 

SEQ 62 CTCCGCCCATTGGTGCTCATGCAGACTCTGGGGCTGAGGTGCCCCGGGGGGTGATCTCTG 

SEQ 65 



2780 2790 2800 2810 2820 2830 

SEQ 62 GTGC TC AC AGC C GAGGAGC CGTGGCTC C ATGGC C AGATG AC GGAAAC AGGGTC TG AC C AA 

SEQ 65 



2840 2850 2860 2870 2880 2890 

SEQ 62 GTGC C AGG AAGAC C TGTGC T ATAAAC C AC C CTGCC TG ATCC TGC C C C TGC CTGAC CC C GC 

SEQ 65 



2900 2910 2920 2930 2940 

SEQ 6 2 CACGCCCTGCCGTCCAGCATGATTAAAGAATGCTGTCTCCTCAAAAAAAAAA 

SEQ 65 
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ALIGN 0 NUCLEIC ACID SEQUENCE ALIGNMENT OF C1QTNF-LIKE CDCP 
POLYNUCLEOTIDES (SEQ ID NO: 62 AND 66) 

SEQ ID NO: 62 (2944 nt) vs. SEQ ID NO: 66 (2929 nt) 

scoring matrix: DNA, gap penalties: -16/-4 

96.8% identity; Global alignment score: 13971 

10 20 30 40 50 
SEQ 62 GCTATAGAAAAAAGAAAGGAACGAAAAGAGACAGTTTTTTTTGGAAAGCTA AGT 

SEQ 66 TGGGCCTGGGGGTCTGGGCCAGCAACAAGTTAGT 

10 20 30 

60 70 80 90 100 

SEQ 62 C TTCC C TTT ATC GAGTC AAGAAACC C C CCCTTCTTGAGCTATT- -TACAGCTTTTAA 



SEQ 66 ATTGCAGACAT-GGGCCAAGGAGCCAGAGGCCATGCAGTGGCTCAGGGTCCGTGAGTCGC 
40 50 60 70 80 90 

110 120 130 140 150 160 

SEQ 62 CAATTGAGT - - AAAGTACGCTCCGGTCACCATGGGGACAGCCGCCCTGGGTCCCGTCTGG 



SEQ 66 CTGGGGAGGCCACAGGACACAG-GGTCACCATGGGGACAGCCGCCCTGGGTCCCGTCTGG jj 

100 110 120 130 140 150 . . U 

u 

3 

170 180 190 200 210 220 H 

SEQ 62 GCAGCGCTCCTGCTCTTTCTCCTGATGTGTGAGATCCCTATGGTGGAGCTCACCTTTGAC 

SEQ 6 6 GC AGCGC TC C TGCTC TTTC TC C TGATGTGTGAGATCC CTATGGTGGAGC TC ACCTTTGAC 
160 170 180 190 200 210 

230 240 250 260 270 280 

SEQ 62 AGAGCTGTGGCCAGCGGCTGCCAACGGTGCTGTGACTCTGAGGACCCCCTGGATCCTGCC 

SEQ 66 AGAGCTGTGGCCAGCGGCTGCCAACGGTGCTGTGACTCTGAGGACCCCCTGGATCCTGCC 
220 230 240 250 260 270 

290 300 310 320 330 340 

SEQ 62 CATGTATCCTCAGCCTCTTCCTCCGGCCGCCCCCACGCCCTGCCTGAGATCAGACCCTAC 

SEQ 6 6 CATGTATCCTCAGCCTCTTCCTCCGGCCGCCCCCACGCCCTGCCTGAGATCAGACCCTAC 
280 290 300 310 320 330 

350 360 370 380 390 400 

SEQ 62 ATTAATATCACCATCCTGAAGGGTGACAAAGGGGACCCAGGCCCAATGGGCCTGCCAGGG 

SEQ 66 ATTAATATCACCATCCTGAAGGGTGACAAAGGGGACCCAGGCCCAATGGGCCTGCCAGGG 
340 350 360 370 380 390 

410 420 430 440 450 460 

SEQ 6 2 TACATGGGCAGGGAGGGTCCCCAAGGGGAGCCTGGCCCTCAGGGCAGCAAGGGTGACAAG 

SEQ 66 TACATGGGCAGGGAGGGTCCCCAAGGGGAGCCTGGCCCTCAGGGCAGCAAGGGTGACAAG 
400 410 420 430 440 450 
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470 480 490 500 510 520 

SEQ 62 GGGGAGATGGGCAGCCCCGGCGCCCCGTGCCAGAAGCGCTTCTTCGCCTTCTCAGTGGGC 

SEQ 66 GGGGAGATGGGCAGCCCCGGCGCCCCGTGCCAGAAGCGCTTCTTCGCCTTCTCAGTGGGC 
460 470 480 490 500 510 

530 540 550 560 570 580 

SEQ 62 CGCAAGACGGCCCTGCACAGCGGCGAGGACTTCCAGACGCTGCTCTTCGAAAGGGTCTTT 

SEQ 66 CGCAAGACGGCCCTGCACAGCGGCGAGGACTTCCAGACGCTGCTCTTCGAAAGGGTCTTT 
520 530 540 550 560 570 

590 600 610 620 630 640 

SEQ 62 GTGAACCTTGATGGGTGCTTTGACATGGCGACCGGCCAGTTTGCTGCTCCCCTGCGTGGC 

SEQ 66 GTGAACCTTGATGGGTGCTTTGACATGGCGACCGGCCAGTTTGCTGCTCCCCTGCGTGGC 
580 590 600 610 620 630 

650 660 670 680 690 700 

SEQ 62 ATCTACTTCTTCAGCCTCAATGTGCACAGCTGGAATTACAAGGAGACGTACGTGCACATT 

SEQ 66 ATC TACTTC TTC AGC C TC AATGTGC AC AGC TGGAATTAC AAGGAGAC GTACGTGC AC ATT 
640 650 660 670 680 690 




710 720 730 740 750 760 

SEQ 62 ATGC ATAACC AGAAAGAGGC TGTC ATCC TGTAC GC GC AGCC C AGCGAGCGC AGC ATC ATG 



SEQ 66 ATGCATAACCAGAAAGAGGCTGTCATCCTGTACGCGCAGCCCAGCGAGCGCAGCATCATG 
700 710 720 730 740 750 



770 780 790 800 810 820 

SEQ 62 C AG AGC C AG AGTGTG ATGCTGG AC C TGGC C T AC GGGG AC C GC GTC TGGGT GC GGC TC TTC 



SEQ 6 6 CAGAGCC AGAGTGTGATGCTGGACCTGGCCTACGGGGACCGCGTCTGGGTGCGGCTCTTC 
760 770 780 790 800 810 



830 840 850 860 870 880 

SEQ 62 AAGCGCCAGCGCGAGAACGCCATCTACAGCAACGACTTCGACACCTACATCACCTTCAGC 



SEQ 66 AAGC GCC AGC GCGAGAAC GC CATC TAC AGC AAC GAC TTC GAC ACC TAC ATC ACCTTC AGC 
820 830 840 850 860 870 



890 900 910 920 930 940 

SEQ 62 GGCCACCTCATCAAGGCCGAGGACGACTGAGGGCCTCTGGGCCACCCTCCCGGCTGGAGA 



SEQ 66 GGCC AC C TC ATC AAGGC C GAGGAC GAC TG AGGGCC TC TGGGC C AC C C TCC C GGC TGG AG A 
880 890 900 910 920 930 

950 960 970 980 990 1000 

SEQ 62 GC TC AGGTGC TGGTCCCGTCCCC TGC AGGGC TC AGTTTGC AC TGC TGTGAAGC AGGAAGG 



SEQ 66 GCTC AGGTGC TGGTC C CGTC C C CTGCAGGGCTC AGTTTGC AC TGC TGTGAAGC AGGAAGG 
940 950 960 970 980 990 
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1010 1020 1030 1040 1050 1060 

SEQ 6 2 CCAGGGAGGTCCCCGGGGACCTGGCATTCTGGGGAGACCCTGCTTCTATCTTGGCTGCCA 

SEQ 6 6 C C AGGG AGGTC C C CGGGG AC C TGGC ATTCTGGGGAG ACC C TGC TTC T ATCTTGGC TGC C A 
1000 1010 1020 1030 1040 1050 

1070 1080 1090 1100 1110 1120 

SEQ 62 TCATCCCTCCCAGCCTATTTCTGCTCCTCTCTTCTCTCTTGGACCTATTTTAAGAAGCTT 

SEQ 66 TCATCCCTCCCAGCCTATTTCTGCTCCTCTCTTCTCTCTTGGACCTATTTTAAGAAGCTT 
1060 1070 1080 1090 1100 1110 

1130 1140 1150 1160 1170 1180 

SEQ 62 GC T AAC C T AAAT ATTC T AG AAC TTTC C C AGC C TC GTAGC C C AGC AC TTC TC AAAC TTGGA 

SEQ 66 GC T AAC CT AAAT ATTC TAG AAC TTTC C C AGC C TC GTAGC CC AGC AC TTC TC AAAC TTGGA 
1120 1130 1140 1150 1160 1170 

1190 1200 1210 1220 1230 1240 

SEQ 62 AATGCATGCGAATCACCCGGGGTTCGTGTTAAATGCAGATTCTGACTCAGCAGGTCTGAG 

SEQ 66 AATGC ATGC GAATC AC C C GGGGTTC GTGTTAAATGCAGATTCTGACTC AGC AGGTC TGAG 
1180 1190 1200 1210 1220 1230 

1250 1260 1270 1280 1290 1300 

SEQ 62 TGGGTCCAGGATTCTGTGTTTCTCATATGTTCCTGGGTGATGCTGATGGGGTCAGTCTAT 

SEQ 6 6 TGGGTCCAGGATTCTGTGTTTCTCATATGTTCCTGGGTGATGCTGATGGGGTC AGTCTAT 
1240 1250 1260 1270 1280 1290 

1310 1320 1330 1340 1350 1360 

SEQ 62 GAAC C AC ACTGG AGC AAC C AGGTTC T AGGACTTTC TC AATATTC T AGTAC TTTC TG AAC A 

SEQ 66 GAACCACACTGGAGCAACCAGGTTCTAGGACTTTCTCAATATTCTAGTACTTTCTGAACA 
1300 1310 1320 1330 1340 1350 

1370 1380 1390 1400 1410 1420 

SEQ 62 TTCTGGAATCCTCCCCACATTCTAGAATTCTCCCAACATTTTTTTTTCTTGAGACAGAGT 

SEQ 66 TTCTGGAATCCTCCCCACATTCTAGAATTCTCCCAACATTTTTTTTTCTTGAGACAGAGT 
1360 1370 1380 1390 1400 1410 

1430 1440 1450 1460 1470 1480 

SEQ 6 2 CTTGCTCTGTTGCCCAGGCTAGAGTGCAGTGGTGC AATCTC AGTTCACTGCAACCTCTGC 

SEQ 6 6 C TTGC TC TGTTGC C C AGGC TAGAGTGC AGTGGTGC AATC TC AGTTC ACTGC AAC CTCTGC 
1420 1430 1440 1450 1460 1470 

1490 1500 1510 1520 1530 1540 

SEQ 62 C TC C C GGGTTC AAGC GATTC TTC TGC CTC AGC C TCC C T AGTGGCTGGGATTAC AGGC GCC 

SEQ 66 CTCCCGGGTTCAAGCGATTCTTCTGCCTCAGCCTCCCTAGTGGCTGGGATTACAGGCGCC 
1480 1490 1500 1510 1520 1530 
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1550 1560 1570 1580 1590 1600 

SEQ 6 2 TGCTACC ATGCCTGGCTAATTTTTGTATTTTTAGTAGAGATGGGGTTTC ACCATATTGGC 

SEQ 66 TGCTACCATGCCTGGCTAATTTTTGTATTTTTAGTAGAGATGGGGTTTCACCATATTGGC 
1540 1550 1560 1570 1580 1590 

1610 1620 1630 1640 1650 1660 ^ jg 3 ^ 

SEQ 62 CAGGCTGGTCTTGAACTCCTGACTTCAGGTGACCCACCCGCCTCGGCCTCTCAAAATGCT 



i Oh 5 n 
>h w K u 

PG hJ Q ea 




SEQ 66 CAGGCTGGTCTTGAACTCCTGACTTCAGGTGACCCACCCGCCTCGGCCTCTCAAAATGCT 
1600 1610 1620 1630 1640 1650 

1670 1680 1690 1700 1710 . 1720 5 5 ? S t 

SEQ 62 GGGATTAC AGGTGTGAGC C AC C GTGC CTGGC C AATTCC AAC ATTC TTAAATTC TC TC ATC f Z 

Q o p £ g 

SEQ 66 GGGATT AC AGGTGTGAGCC AC CGTGCCTGGCC AATTCC AAC ATTCTTAAATTCTCTC ATC ^ ' 

1660 1670 1680 1690 1700 1710 

1730 1740 1750 1760 1770 1780 

SEQ 62 CCTCCAGGGCTCCCCGTGCTATGTTCTCTTTACCCCTTCCCCCTCTTCTCTTGCTCAGGC 

SEQ 66 CCTCCAGGGCTCCCCGTGCTATGTTCTCTTTACCCCTTCCCCCTCTTCTCTTGCTCAGGC 
1720 1730 1740 1750 1760 1770 



1790 1800 1810 1820 1830 1840 

SEQ 62 C TGC AC C AC TGC AGC C ACC GTTCATTT ATTC ATTC ATT AAAC AC TGAGC AC TC AC TCTGT 



SEQ 66 CTGCACCACTGCAGCCACCGTTCATTTATTCATTCATTAAACACTGAGCACTCACTCTGT 
1780 1790 1800 1810 1820 1830 



1850 1860 1870 1880 1890 1900 

SEQ 62 GC TGGGTC C C GGG AAGGGTGAGGGGGTC AGAC AC AGGC C C TGC CCCTGCCC TC AGTG AC T 



SEQ 66 GC TGGGTC CCGGGAAGGGTGAGGGGGTC AGAC AC AGGCCCTGCCCCTGCCCTCAGTGACT 
1840 1850 1860 1870 1880 1890 

1910 1920 1930 1940 1950 1960 

SEQ 62 GGCCAGTCCAGCCCAGGCGGGGAGAGATGTGTACATAGGTTTTAAAGCAGACCCAGAGCT 



SEQ 66 GGCCAGTCCAGCCCAGGCGGGGAGAGATGTGTACATAGGTTTTAAAGCAGACCCAGAGCT 
1900 1910 1920 1930 1940 1950 



1970 1980 1990 2000 2010 2020 

SEQ 6 2 C ATGGGGGC C TGTGTTC TGGGTGTTC AGGTGC TGCTGGTC CTCC ATTAC C C ACTGC TCC C 



SEQ 6 6 CATGGGGGCCTGTGTTCTGGGTGTTCAGGTGCTGCTGGTCCTCCATTACCCACTGCTCCC 
1960 1970 1980 1990 2000 2010 



2030 2040 2050 2060 2070 2080 

SEQ 6 2 C AAGGC TGGTGGGACGGGGTC C C GGTGGC AGGGGC AGGTATC TC CTTC CCGTTCC TC ATC 



SEQ 6 6 C AAGGC TGGTGGGACGGGGTC CC GGTGGC AGGGGC AGGTATC TC CTTC C CGTTCC TC ATC 
2020 2030 2040 2050 2060 2070 
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2090 2100 2110 2120 2130 2140 

SEQ 62 CACCTGCCCAGTGCTCATCGTTACAGCAAACCCCAGGGGGCCTTGGCCAGGTCAAGGGTT 



SEQ 66 CACCTGCCCAGTGCTCATCGTTACAGCAAACCCCAGGGGGCCTTGGCCAGGTCAAGGGTT 
2080 2090 2100 2110 2120 2130 

2150 2160 2170 2180 2190 2200 

SEQ 62 C TGTGAGGAGAGGAC CC AGGAGTGTGGGGGC ATTTGGGGGGTGAAGTGGCCC CC GAAGAA 



SEQ 66 C TGTGAGGAGAGGAC CC AGGAGTGTGGGGGC ATTTGGGGGGTGAAGTGGCCC CC GAAGAA 
2140 2150 2160 2170 2180 2190 

2210 2220 2230 2240 2250 2260 

SEQ 62 TGGAACCCACACCCATAGCTCTCCCCACAGCTGATACGGCATCCTGCGAGAAGACCTGCC 



SEQ 66 TGGAACC C AC AC C C ATAGC TC TCC C C AC AGC TGATAC GGC ATC C TGC GAGAAGACC TGC C 
2200 2210 2220 2230 2240 2250 

2270 2280 2290 2300 2310 2320 

SEQ 62 CTCCTCACTGGGATCCCCTTCCTGCCTCCTCCCAGGGCTCTGCCAGGGCCTTGCTCAGTC 



SEQ 6 6 CTCCTCACTGGGATCCCCTTCCTGCCTCCTCCCAGGGCTCTGCCAGGGCCTTGCTCAGTC 
2260 2270 2280 2290 2300 2310 

2330 2340 2350 2360 2370 2380 

SEQ 62 CCTTCCACCAAAGTCATCTGAACTTCCGTTTCCCCAGGGCCTCCAGCTGCCCTCAGACAC 



SEQ 66 CCTTCCACCAAAGTCATCTGAACTTCCGTTTCCCCAGGGCCTCCAGCTGCCCTCAGACAC 
2320 2330 2340 2350 2360 2370 

2390 2400 2410 2420 2430 2440 

SEQ 6 2 TGATGTC TGTC CC C AGGTGCTC TC TGC C CC TC ATGC CC C TCTC AC C GGC C C AGTGC CC C G 



SEQ 6 6 TGATGTCTGTCCCCAGGTGCTCTCTGCCCCTCATGCCCCTCTCACCGGCCCAGTGCCCCG 
2380 2390 2400 2410 2420 2430 

2450 2460 2470 2480 2490 2500 

SEQ 62 ACTCTCCAGGCTTTATCAAGGTGCTAAGGCCCGGGTGGGCAGCTCCTCGTCTCAGAGCCC 



SEQ 66 ACTCTCCAGGCTTTATCAAGGTGCTAAGGCCCGGGTGGGCAGCTCCTCGTCTCAGAGCCC 
2440 2450 2460 2470 2480 2490 

2510 2520 2530 2540 2550 2560 

SEQ 62 TCCTCCGGCCTGGTGCTGCCTTTACAAACACCTGCAGGAGAAGGGCCACGGAAGCCCCAG 



SEQ 66 TCCTCCGGCCTGGTGCTGCCTTTACAAACACCTGCAGGAGAAGGGCCACGGAAGCCCCAG 
2500 2510 2520 2530 2540 2550 

2570 2580 2590 2600 2610 2620 

SEQ 62 GCTTTAGAGCCCTCAGCAGGTCTGGGGAGCTAGAGCAAAGGAGGGACCTCAGGCCTTCCG 



SEQ 66 GCTTTAGAGCCCTCAGCAGGTCTGGGGAGCTAGAGCAAAGGAGGGACCTCAGGCCTTCCG 
2560 2570 2580 2590 2600 2610 
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2630 ■ 2640 2650 2660 2670 2680 

SEQ 62 TTTC TTC TTC C AGGGTGGGGTGGC C TGGTGTTC C C C T AGC C TTC C AAAC C C AGGTGGC C T 



SEQ 66 TTTCTTCTTCCAGGGTGGGGTGGCCTGGTGTTCCCCTAGCCTTCCAAACCCAGGTGGCCT 
2620 2630 2640 2650 2660 2670 

2690 2700 2710 2720 2730 2740 

SEQ 62 GCCCTTCTCCCCAGAGGGAGGCGGCCTCCGCCCATTGGTGCTCATGCAGACTCTGGGGCT 



SEQ 6 6 GCCCTTCTCCCCAGAGGGAGGCGGCCTCCGCCCATTGGTGCTCATGCAGACTCTGGGGCT 
2680 2690 2700 2710 2720 2730 

2750 2760 2770 2780 2790 2800 

SEQ 6 2 GAGGTGCCCCGGGGGGTGATCTCTGGTGCTCACAGCCGAGGAGCCGTGGCTCCATGGCCA 



SEQ 6 6 GAGGTGCCCCGGGGGGTGATCTCTGGTGCTCACAGCCGAGGAGCCGTGGCTCCATGGCCA 
2740 2750 2760 2770 2780 2790 

2810 2820 2830 2840 2850 2860 

SEQ 62 GATGACGGAAACAGGGTCTGACCAAGTGCCAGGAAGACCTGTGCTATAAACCACCCTGCC 



SEQ 66 G ATG AC GGAAAC AGGGTC TG ACC AAGTGCC AGG AAG AC CTGTGCT AT AAAC C AC C C TGCC 
2800 2810 2820 2830 2840 2850 

2870 2880 2890 2900 2910 2920 

SEQ 62 TGATCCTGCCCCTGCCTGACCCCGCCACGCCCTGCCGTCCAGCATGATTAAAGAATGCTG 



SEQ 66 TGATCCTGCCCCTGCCTGACCCCGCCACGCCCTGCCGTCCAGCATGATTAAAGAATGCTG 
2860 2870 2880 2890 2900 2910 

2930 2940 
SEQ 62 TCTCCTCAAAAAAAAAA 



SEQ 66 TCTCCTCAAAAAAAAAA 
2920 
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1 



BLASTP AMINO ACID SEQUENCE ALIGNMENT OF HIBERNATION 
PROTEIN-LIKE CDCP POLYPEPTIDE (SEQ ID NO: 68) AND 
CHIPMUNK hp-20 PRECURSOR (SEQ ID NO: 79) 



>gi | 1170339 | sp|Q06575 |HP20_TAMSI Hibernation-associated plasma protein HP-20 
precursor [Tamias sibiricus] 
Length = 196 

Score = 154 bits (390), Expect = 6e-37 

Identities = 77/153 (50%), Positives = 102/153 (66%), Gaps = 7/153 (4%) 

SEQ 68: 20 PGAPGL PQ YTGE I S EMTKC PC PDI ERS AFTVKLSGKL PLPFKP 1 1 FTGVL YNAQRDLKEA 79 

PGA G P G KCPC ERSAFTVK SG+LP P +P++FT VLYN QRDLKE+ 

SEQ 79: 48 PGAAGRPGD PGPKGP S VKC PC R - - ERS AFTVKF SGRL P P PS E P WFTEVL YNTQRDLKE S 105 

SEQ 68: 80 MGVFACRVPGNYYS S FDVELHHC KPFQHAVKLGLMKNSTQVLEKEANAEDNYRHVFGTVV 139 

GVF C PGNY+ SFDVEL+HCK VK+GLMKN QV+EK +++ Y + G + + 

SEQ 79: 106 TGVFNCVEPGNYHFSFDVELYHCK VKIGLMKNHIQVMEKHQLSKNEYENASGAMI 160 

SEQ 68: 140 LQLMMGDRVWLKSKLEAKENEKGL I QS VFCG YL 172 

+ L GD+VWL++ +E +E ++ + F G+L 
SEQ 79: 161 MPLRQGDKVWLEADVETEEPDQAKWIYFSGFL 193 
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